The method of Boolean analysis used on the global prostate cancer gene expression database containing 891 microarrays from diverse prostate tissues including prostate cancer, BPH, stroma, PIN, cell lines and normal prostate samples. Gene-expression levels were assigned for each gene in each array, using the log2 of the normalized expression values by RMA algorithm. (A) Scatter plot of gene expression values (log2 normalized) between KLK3 and a candidate gene X. The thresholds for definition of high and low values were calculated using the StepMiner algorithm and an intermediate region was defined around each threshold with a width of 1 (i.e. threshold +/-0.5), corresponding to a 2-fold change in gene expression, which is the minimum noise level in these datasets (Sahoo et al., Genome Biology, 9:R157, 2008). All the data below the intermediate region (< StepMiner threshold -0.5) were considered low, and all above the intermediate region (> StepMiner threshold + 0.5) were considered high. (B) Boolean implication relationship was identified between pairs of transcripts using the "Boolean-Net" software algorithm (Sahoo et al., Genome Biology, 9:R157, 2008). The algorithm searches for a sparse quadrant using a sparsity test (statistic: s > 3 and error probability: p < 0.1; for more aggressive thresholding s > 10, p < 0.01 was used) ignoring the intermediate values. In panel B
Supplementary
Panel A shows a list of publicly available prostate cancer datasets with clinical information (Only five dataset with survival outcome). Panel B shows a list of prostate cancer datasets on Affymetrix U133A (GPL96), U133A 2.0 (GPL571) or U133 Plus 2.0 (GPL570) microarray platforms that are normalized together to build a large global prostate cancer database. The lists include the first author, journal where it was first published, year in which it was published, the PubMed id, GEO/ArrayExpress id, microarray platforms, survival annotation, and number of patients. Hazard ratio higher than 1 means worse prognosis. LCL = lower confidence limit, UCL = upper confidence limit. RFS: Recurrence Free Survival; OS: Overall Survival; DSS: Disease Specific Survival.

